The complete mitochondrial genome of the mysid shrimp, Neomysis japonica (Crustacea, Malacostraca, Mysida).
In this study, we determined the mitogenome sequence of Neomysis japonica (Crustacea, Malacostraca, Mysida), which is the first complete mitogenome sequence in the order Mysida. The mitogenome of N. japonica is 17,652 bp in length and contains 13 protein-coding genes (PCGs), 22 transfer RNAs (tRNAs), 2 ribosomal RNAs (rRNAs), and a control region (CR). Mitogenome analysis of N. japonica revealed a novel gene order that included inversions in three PCGs and five tRNAs, compared with H. americanus, the ancestral pancrustacean ground pattern. The results will be useful for the detailed study of mitogenome evolution and the phylogenetic relationships among the orders in the class Malacostraca. As seen from the phylogenetic tree, N. japonica belongs to the order Mysida within Malacostraca.